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Introduction

Construction of reference spectral libraries is a major component of most shotgun label-free
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A video explaining MS-Viewer is available at
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Whilst there is definitely room for improvement, e.g. gradient normalization based on previous
AC kn OWIed 0 ements known IDs, even with this simple linear approach we are able to achieve excellent agreement
between very diverse libraries enabling the use of multiple libraries simultaneously when
scheduling new targeted runs. In the example shown on the right we were able to use an
Initial window of +/- 15 units (0-100 scale), scale it appropriately to a new 4 hr gradient and

This work was supported by NIH NIGMS grant number 8P41GM103481. achieve >90% detection of ~150 targets (derived from both libraries).
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